Sequence Listing could not be accepted. 

If you need help call the Patent Electronic Business Center at (866) 
217-9197 (toll free) . 
Reviewer: Anne Corrigan 

Timestamp: [year=2008; month=l; day=28; hr=18; min=44; sec=17; ms = 8 0 8 ; 



Reviewer Comments : 

<150> Polynucleotides and Polypeptides in Plants 
<151> 2003-09-18 

The above <150> response is invalid: per Sequence Rules, the only 
response to <150> can be a prior or related application number, not an 
invention title. 

<210> 113 

<211> 102 

<212> PRT 

<213> artificial sequence 
<220> 

<223> artificial sequence 



<220> 

<2 2 1> misc_f eature 

<222> (2) . . (2) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<2 2 1> mi sc_f eature 

<222> (4) . . (4) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<2 2 1> mi sc_f eature 

<222> (7) . . (7) 

<223> Xaa can be any naturally occurring amino acid 



<220> 
<221> 
<222> 
<223> 



misc_f eature 
(24) . . (24) 

Xaa can be any naturally occurring amino acid 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(53) . . (53) 

Xaa can be any naturally occurring amino acid 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(86) . . (86) 

Xaa can be any naturally occurring amino acid 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(94) . . (95) 

Xaa can be any naturally occurring amino acid 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(99) . . (99) 

Xaa can be any naturally occurring amino acid 



<220> 

<223> Figs 6A-6C consensus sequence, where X is any amino acid and the 
1st X is is no amino acid or A, P, G, S or T, 2nd X is 0-17 residues, 
3rd X is 0-32 residues, 4th X is K, R, N or Q, 5th X is no residue or P, 
6th X is V, I, L, M, or A, 7th X is H, Q, N, A, M or C, 8th X is R or K, 
9th X is no residue or L, I, M, V, A, or T 

<400> 113 



Met Xaa Asp Xaa Gly Gly Xaa Glu Gin Asp Arg Phe Leu Pro lie Ala 
15 10 15 



Asn Val Ser Arg lie Met Lys Xaa Ala Leu Pro Ala Asn Ala Lys lie 
20 25 30 



Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie 
35 40 45 



Ser Phe lie Thr Xaa Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys 
50 55 60 



Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu 
65 70 75 80 



Gly Phe Glu Asp Tyr Xaa Glu Pro Leu Lys Val Tyr Leu Xaa Xaa Tyr 

85 90 95 



Arg Glu Xaa Glu Gly Glu 
100 

The above <223> response explaining "<213> Artificial Sequence" is 
insufficient: please give more information regarding the source of the 
genetic material. This error also occurs in Sequences 104-105, 107-108, 
and 113-115. Also, the above <223> response beginning "Figs 6A-6C 
consensus sequence" exceeds the Sequence Rules 1 required 72-character 
limit (this includes white spaces) . Please insert hard returns, so that 
the lines do not exceed 72 characters. Per Sequence Rules, the <223> 
response has a maximim of 4 lines. If the response exceeds 4 lines, 
please insert a "<220>" above the 5th line, and insert a "<223>" at the 
beginning of the 5th line. This error also appears in other sequences. 



Validated By CRFValidator v 1.0.3 
Application No: 10675852 Version No: 



3.0 



Input Set: 



Output Set: 



Started: 2008-01-21 16:42:06.365 

Finished: 2008-01-21 16:42:10.189 

Elapsed: 0 hr(s) 0 min(s) 3 sec(s) 824 ms 

Total Warnings : 8 

Total Errors: 0 

No. of SeqIDs Defined: 115 
Actual SeqID Count: 115 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID (103) 

W 213 Artificial or Unknown found in <213> in SEQ ID (104) 

W 213 Artificial or Unknown found in <213> in SEQ ID (105) 

W 213 Artificial or Unknown found in <213> in SEQ ID (107) 

W 213 Artificial or Unknown found in <213> in SEQ ID (108) 

W 213 Artificial or Unknown found in <213> in SEQ ID (113) 

W 213 Artificial or Unknown found in <213> in SEQ ID (114) 

W 213 Artificial or Unknown found in <213> in SEQ ID (115) 



SEQUENCE LISTING 



<110> Mendel Biotechnology, Inc. 
HEARD, Jacqueline E 
KEDDIE, James S 
CREELMAN, Robert A 
PINEDA, Omaira 
JIANG, Cai-Zhong 
RATCLIFFE, Oliver 
KUMI MOTO , Rode r i ck 
GUTTERSON, Neal 
SHERMAN, Bradley K 

<12 0> PLANT TRANSCRIPTIONAL REGULATORS OF ABIOTIC STRESS 

<130> MBI-0022CIP 

<140> 10675852 
<141> 2003-09-30 



<150> 10/412,699 

<151> 2003-04-10 

<150> 09/533,030 

<151> 2000-03-22 

<150> 60/125,814 

<151> 1999-03-23 

<150> 09/713,994 

<151> 2000-11-16 

<150> 60/166,228 

<151> 1999-11-17 

<150> 10/112,887 

<151> 2002-03-18 

<150> 10/286,264 

<151> 2003-01-23 

<150> 10/225,068 

<151> 2002-08-09 

<150> 10/225,066 

<151> 2002-08-09 

<150> 10/374,780 

<151> 2003-02-25 

<150> 09/837,944 

<151> 2001-04-18 

<150> 10/171,468 

<151> 2002-06-14 



<150> 60/310,847 
<151> 2001-08-09 

<150> 60/336,049 

<151> 2001-11-19 

<150> Polynucleotides and Polypeptides in Plants 

<151> 2003-09-18 

<150> 60/434,166 
<151> 2002-12-17 

<150> 60/411,837 
<151> 2002-09-18 

<160> 115 

<170> Patentln version 3.2 

<210> 1 
<211> 832 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<223> G481 

actatcccca 60 

tacgccttcg 120 

tcgatacctt 180 

taagattgga 240 

catcactagc 300 

tgatttgttg 360 

atacctagcg 420 

tggatcaaat 480 

gaagttgcaa 54 0 

gagttgttta 600 

gttagtttga 660 

tgttagatgt 720 

cgattcactt 780 

aa 832 



<400> 1 
gagcgtttcg 

att ccaagtt 

agcccagctg 

cctat agcta 

aaagatgcta 

gaggccagtg 

tgggcaatgg 

aggtacaggg 

agagatgctg 

gtagt gatta 

tagttgagct 

acgtt tggtt 

tgagaacact 

t cggaatttc 



tagaaaaatt 
ctagggtttc 
gagatggcgg 
at at cagcag 
aggatacagt 
ataagtgt ca 
caacattagg 
agttggaggg 
gtggcggtgt 
agaacaat eg 
gatcgacaac 
tattgtttcc 
tgaatgaagg 
atagctaatt 



cgatttctct 
cat cttcccc 
agaaagegge 
gat catgaag 
t caggaatgc 
aaaagagaaa 
atttgaggat 
tgataataag 
ttctggtgaa 
ccaaatgat c 
tattt egggt 
ggt ttagttg 
aaaaatttgt 
tattctcatt 



aaagccctaa 
aatctagtat 
ggtt ccgtta 
aaagcgttgc 
gt ctctgagt 
aggaaaactg 
tacctggaac 
ggat caggaa 
gaaatgeega 
aagggaaatt 
ttactctcaa 
gttgtattta 
ccacat cctg 
taataccaaa 



aactaaaacg 
aaatggcgga 
gggagcagga 
ctcctaatgg 
t catcagctt 
tgaatggtga 
ctctaaagat 
agagtggaga 
gctggtaaaa 
agagatcagt 
tttcggttat 
aagattt ct c 
ttgttatttt 
t ccttaaatt 



<210> 2 
<211> 141 
<212> PRT 

<213> Arabidopsis thaliana 

<220> 

<223> G481 polypeptide 
<400> 2 

Met Ala Asp Thr Pro Ser Ser Pro Ala Gly Asp Gly Gly Glu Ser Gly 
15 10 15 



Gly Ser Val Arg Glu Gin Asp Arg Tyr Leu Pro lie Ala Asn lie Ser 

20 25 30 



Arg lie Met Lys Lys Ala Leu Pro Pro Asn Gly Lys lie Gly Lys Asp 
35 40 45 



Ala Lys Asp Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe lie 
50 55 60 



Thr Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr Val 
65 70 75 80 



Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp 
85 90 95 



Tyr Leu Glu Pro Leu Lys lie Tyr Leu Ala Arg Tyr Arg Glu Leu Glu 
100 105 110 



Gly Asp Asn Lys Gly Ser Gly Lys Ser Gly Asp Gly Ser Asn Arg Asp 
115 120 125 



Ala Gly Gly Gly Val Ser Gly Glu Glu Met Pro Ser Trp 
130 135 140 



<210> 3 

<211> 1065 

<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<223> G482 



<400> 3 

tcgacccacg cgtccggaca cttaacaatt cacaccttct ctttttactc ttcctaaaac 



cctaaatttc ctcgcttcag tcttcccact caagtcaacc accaattgaa ttcgatttcg 120 

aatcattgat ggaaatgatt tgaaaaaaga gtaaagttta tttttttatt ccttgtaatt 180 

ttcagaaatg ggggattccg acagggattc cggtggaggg caaaacggga acaaccagaa 24 0 

cggacagtcc tccttgtctc caagagagca agacaggttc ttgccgatcg ctaacgtcag 300 

ccggatcatg aagaaggcct tgcccgccaa cgccaagatc tctaaagatg ccaaagagac 360 

gatgcaggag tgtgtctccg agttcatcag cttcgtcacc ggagaagcat ctgataagtg 420 

tcagaaggag aagaggaaga cgatcaacgg agacgatttg ctctgggcta tgactactct 480 

aggttttgag gattatgttg agccattgaa agtttacttg cagaggttta gggagatcga 540 

aggggagagg actggactag ggaggccaca gactggtggt gaggtcggag agcatcagag 60 0 

agatgctgtc ggagatggcg gtgggttcta cggtggtggt ggtgggatgc agtatcacca 660 

acatcatcag tttcttcacc agcagaacca tatgtatgga gccacaggtg gcggtagcga 720 

cagtggaggt ggagctgcct ccggtaggac aaggacttaa caaagattgg tgaagtggat 78 0 

ctctctctgt atatagatac ataaatacat gtatacacat gcctattttt acgacccata 840 

taaggtatct atcatgtgat agaacgaaca ttggtgttgg tgatgtaaaa tcagatgtgc 90 0 

attaagggtt tagattttga ggctgtgtaa aagaagatca agtgtgcttt gttggacaat 960 

aggattcact aacgaatctg cttcattgga tcttgtatgt aactaaagcc attgtattga 1020 

atgcaaatgt tttcatttgg gatgctttaa aaaaaaaaaa aaaaa 1065 

<210> 4 
<211> 190 
<212> PRT 

<213> Arabidopsis thaliana 

<220> 

<223> G482 polypeptide 
<400> 4 

Met Gly Asp Ser Asp Arg Asp Ser Gly Gly Gly Gin Asn Gly Asn Asn 



Gin Asn Gly Gin Ser Ser Leu Ser Pro Arg Glu Gin Asp Arg Phe Leu 



Pro lie Ala Asn Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn 
35 40 45 



Ala Lys lie Ser Lys Asp Ala Lys Glu Thr Met Gin Glu Cys Val Ser 
50 55 60 



Glu Phe lie Ser Phe Val Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys 
65 70 75 80 



Glu Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr 
85 90 95 



Thr Leu Gly Phe Glu Asp Tyr Val Glu Pro Leu Lys Val Tyr Leu Gin 
100 105 110 



Arg Phe Arg Glu lie Glu Gly Glu Arg Thr Gly Leu Gly Arg Pro Gin 
115 120 125 



Thr Gly Gly Glu Val Gly Glu His Gin Arg Asp Ala Val Gly Asp Gly 
130 135 140 



Gly Gly Phe Tyr Gly Gly Gly Gly Gly Met Gin Tyr His Gin His His 
145 150 155 160 



Gin Phe Leu His Gin Gin Asn His Met Tyr Gly Ala Thr Gly Gly Gly 
165 170 175 



Ser Asp Ser Gly Gly Gly Ala Ala Ser Gly Arg Thr Arg Thr 
180 185 190 



<210> 5 
<211> 486 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<223> G485 
<400> 5 

atggcggatt cggacaacga ttcaggagga cacaaagacg gtggaaatgc ttcgacacgt 60 
gagcaagata ggtttctacc gatcgctaac gttagcagga tcatgaagaa agcacttcct 12 0 

gcgaacgcaa aaatctctaa ggatgctaaa gaaacggttc aagagtgtgt atcggaattc 180 
ataagtttca tcaccggtga ggcttctgac aagtgtcaga gagagaagag gaagacaatc 240 
aacggtgacg atcttctttg ggcgatgact acgctagggt ttgaggacta cgtggagcct 300 



ctcaaggttt atctgcaaaa gtatagggag gtggaaggag agaagactac tacggcaggg 360 



agacaaggcg ataaggaagg tggaggagga ggcggtggag ctggaagtgg aagtggagga 42 0 



gctccgatgt acggtggtgg catggtgact acgatgggac atcaattttc ccatcatttt 480 
tcttaa 486 



<210> 6 
<211> 161 
<212> PRT 

<213> Arabidopsis thaliana 

<220> 

<223> G485 polypeptide 
<400> 6 

Met Ala Asp Ser Asp Asn Asp Ser Gly Gly His Lys Asp Gly Gly Asn 
15 10 15 



Ala Ser Thr Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val Ser 
20 25 30 



Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie Ser Lys Asp 
35 40 45 



Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe lie 
50 55 60 



Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr lie 
65 70 75 80 



Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe Glu Asp 
85 90 95 



Tyr Val Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Val Glu 
100 105 110 



Gly Glu Lys Thr Thr Thr Ala Gly Arg Gin Gly Asp Lys Glu Gly Gly 
115 120 125 



Gly Gly Gly Gly Gly Ala Gly Ser Gly Ser Gly Gly Ala Pro Met Tyr 
130 135 140 



Gly Gly Gly Met Val Thr Thr Met Gly His Gin Phe Ser His His Phe 
145 150 155 160 



Ser 



<210> 7 
<211> 537 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<223> G1364 
<400> 7 

atggcggagt cgcaggccaa gagtcccgga ggctgtggaa gccatgagag tggtggagat 60 
caaagtccca ggtcgttaca tgttcgtgag caagataggt ttcttccgat tgctaacata 120 
agccgtatca tgaaaagagg tcttcctgct aatgggaaaa tcgctaaaga tgctaaggag 180 
attgtgcagg aatgtgtctc tgaattcatc agtttcgtca ccagcgaagc gagtgataaa 240 
tgtcaaagag agaaaaggaa gactattaat ggagatgatt tgctttgggc aatggctact 30 0 

ttaggatttg aagactacat ggaacctctc aaggtttacc tgatgagata tagagagggt 360 
gacacaaagg gatcagcaaa aggtggggat ccaaatgcaa agaaagatgg gcaatcaagc 42 0 

caaaatggcc agttctcgca gcttgctcac caaggtcctt atgggaactc tcaagtaact 480 
tttcctctct tctcttcaca ctcaagcaat acgcatcatt ctcttctaat ttgttaa 537 



<210> 8 
<211> 178 
<212> PRT 

<213> Arabidopsis thaliana 

<220> 

<223> G1364 polypeptide 
<400> 8 

Met Ala Glu Ser Gin Ala Lys Ser Pro Gly Gly Cys Gly Ser His Glu 
15 10 15 



Ser Gly Gly Asp Gin Ser Pro Arg Ser Leu His Val Arg Glu Gin Asp 

20 25 30 



Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie Met Lys Arg Gly Leu 
35 40 45 



Pro Ala Asn Gly Lys lie Ala Lys Asp Ala Lys Glu lie Val Gin Glu 
50 55 60 



Cys Val Ser Glu Phe lie Ser Phe Val Thr Ser Glu Ala Ser Asp Lys 
65 70 75 80 



Cys Gin Arg Glu Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp 
85 90 95 



Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr Met Glu Pro Leu Lys Val 
100 105 110 



Tyr Leu Met Arg Tyr Arg Glu Gly Asp Thr Lys Gly Ser Ala Lys Gly 
115 120 125 



Gly Asp Pro Asn Ala Lys Lys Asp Gly Gin Ser Ser Gin Asn Gly Gin 
130 135 140 



Phe Ser Gin Leu Ala His Gin Gly Pro Tyr Gly Asn Ser Gin Val Thr 
145 150 155 160 



Phe Pro Leu Phe Ser Ser His Ser Ser Asn Thr His His Ser Leu Leu 
165 170 175 



lie Cys 

<210> 9 
<211> 687 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<223> G2345 
<400> 9 

atggccgaat cgcaaaccgg tggtggtggt ggtggaagcc atgagagtgg cggtgatcag 60 
agcccgaggt ctttgaatgt tcgtgagcag gacaggtttc ttccgattgc taacataagc 12 0 

cgtatcatga agagaggttt acctctaaat ggcaaaatcg ctaaagatgc taaagagact 18 0 

atgcaggaat gtgtctctga attcatcagc ttcgtcacca gcgaggctag tgataagtgc 240 
caaagagaga aaaggaagac catcaatgga gatgatttgc tttgggctat ggccacttta 300 
ggattcgaag attacatcga tcccctcaag gtttacctga tgcgatatag agagatggag 360 
ggtgacacta aaggatcagg aaaaggcggg gaatcgagtg caaagagaga tggtcaacca 42 0 

agccaagtgt ctcagttctc gcaggttcct caacaaggct cattctcaca gggtccttat 480 



ggaaactctc aatctctgag gttcggcaat agcatcgagc atcttgaagt gttaatgagt 540 



agtactagga cactattcat cacaatcttc cgagactcga ctatgcctgt tgtgtctgag 600 
aatctgagtg atccactttc catagatatg gattgtgaag ctatttatca ccacttcatt 660 
ggcctgttga ttctttcatg caagtga 687 



<210> 10 
<211> 228 
<212> PRT 

<213> Arabidopsis thaliana 

<220> 

<223> G2345 polypeptide 
<400> 10 

Met Ala Glu Ser Gin Thr Gly Gly Gly Gly Gly Gly Ser His Glu Ser 
15 10 15 



Gly Gly Asp Gin Ser Pro Arg Ser Leu Asn Val Arg Glu Gin Asp Arg 
20 25 30 



Phe Leu Pro lie Ala Asn lie Ser Arg lie Met Lys Arg Gly Leu Pro 
35 40 45 



Leu Asn Gly Lys lie Ala Lys Asp Ala Lys Glu Thr Met Gin Glu Cys 
50 55 60 



Val Ser Glu Phe lie Ser Phe Val Thr Ser Glu Ala Ser Asp Lys Cys 
65 70 75 80 



Gin Arg Glu Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala 
85 90 95 



Met Ala Thr Leu Gly Phe Glu Asp Tyr lie Asp Pro Leu Lys Val Tyr 
100 105 110 



Leu Met Arg Tyr Arg Glu Met Glu Gly Asp Thr Lys Gly Ser Gly Lys 
115 120 125 



Gly Gly Glu Ser Ser Ala Lys Arg Asp Gly Gin Pro Ser Gin Val Ser 
130 135 140 



Gin Phe Ser Gin Val Pro Gin Gin Gly Ser Phe Ser Gin Gly Pro Tyr 



145 



150 



155 



160 



Gly Asn Ser Gin Ser Leu Arg Phe Gly Asn Ser lie Glu His Leu Glu 
165 170 175 

Val Leu Met Ser Ser Thr Arg Thr Leu Phe lie Thr lie Phe Arg Asp 
180 185 190 

Ser Thr Met Pro Val Val Ser Glu Asn Leu Ser Asp Pro Leu Ser lie 
195 200 205 

Asp Met Asp Cys Glu Ala lie Tyr His His Phe lie Gly Leu Leu lie 
210 215 220 

Leu Ser Cys Lys 
225 



<210> 11 

<211> 1131 

<212> DNA 

<213> Glycine max 

<220> 

<22 3> GLYMA-2 8NOV0 1-CLUSTER2 4 8 3 9_1 
<400> 11 

attcggctcg agataatcca gagagaggag agagaagtaa aaaggtggag gaagaagcga 60 

aaagcgagtg agggcagtgt tgcttaataa aagaaaacga acggtggtga taggcttcag 12 0 

tctagatctc aatcgtctcc accttgcttt cttctccagc gtccgattct ctcaccgatc 180 

tcgcgccaaa tacaaattcg tgtcaaccca acccagggtt ccggcgagca tggccgacgg 240 

tccggctagc ccaggcggcg gcagccacga gagcggcgac cacagccctc gctctaacgt 30 0 

gcgcgagcag gacaggtacc tccctatcgc taacataagc cgcatcatga agaaggcact 360 

tcctgccaac ggtaaaatcg caaaggacgc caaagagacc gttcaggaat gcgtctccga 420 

gttcatcagc ttcatcacca gcgaggcctc tgataagtgt cagagagaaa agagaaagac 480 

tattaacggc gatgatttgc tctgggcgat ggccactctc ggtttcgagg attatatgga 540 

tcctcttaaa atttacctca ctagataccg agagatggag ggtgatacga agggctctgc 600 

caagggtgga gactcatctg ctaagagaga tgttcagcca agtcctaatg ctcagcttgc 660 

tcatcaaggt tctttctcac aaaatgttac ttacccgaat tctcagggtc gacatatgat 720 

ggttccaatg caaggcccgg agtaggtatc aagtttatta ttgaccctct tgttgtaacg 780 



tatgttttct acgccagtta ccaagtgctc acggcatatt gaatgtcttt ttatgttatg 840 

tgaatactga caggagatgt tggttcttgt gtccgttttt ttttttaaat taaggtttgt 900 

atattatctt tggattcgaa ttattatttg aaagttatta ttatattgta aatcctagag 960 

ccctgttgtc tgaatccatc aggcggcttg gtaaagaccg agattttagg actgattgta 1020 

agcataaatc cgaatattct tttcctaatt tctttgcgca ataatgtatg aaaaaggctc 1080 

gagcttcttt ttaaaaaaaa aaaaaaagga acaaaaaaaa aaaagggggg g 1131 



<210> 12 

<211> 171 

<212> PRT 

<213> Glycine max 

<220> 

<223> GLYMA-28NOV01-CLUSTER24839_1 polypeptide 
<400> 12 

Met Ala Asp Gly Pro Ala Ser Pro Gly Gly Gly Ser His Glu Ser Gly 
15 10 15 



Asp His Ser Pro Arg Ser Asn Val Arg Glu Gin Asp Arg Tyr Leu Pro 
20 25 30 



lie Ala Asn lie Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn Gly 
35 40 45 



Lys lie Ala Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 55 60 



Phe lie Ser Phe lie Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu 
65 70 75 80 



Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr 
85 90 95 



Leu Gly Phe Glu Asp Tyr Met Asp Pro Leu Lys lie Tyr Leu Thr Arg 
100 105 110 



Tyr Arg Glu Met Glu Gly Asp Thr Lys Gly Ser Ala Lys Gly Gly Asp 
115 120 125 



Ser Ser Ala Lys Arg Asp Val Gin Pro Ser Pro Asn Ala Gin Leu Ala 



130 135 140 



His Gin Gly Ser Phe Ser Gin Asn Val Thr Tyr Pro Asn Ser Gin Gly 
145 150 155 160 



Arg His Met Met Val Pro Met Gin Gly Pro Glu 
165 170 



<210> 13 

<211> 993 

<212> DNA 

<213> Glycine max 

<220> 

<22 3> GLYMA-28NOV01-CLUSTER3110 3_1 
<400> 13 

attcggctcg ggaggaacgt gaaagtaaaa cggacggtgg cgatagaagc gtctctcatc 60 

tccatcgtct cctcactcct ctcttctcca gcgttcattt tttctcgcgc ccaaatacaa 120 

aatcacatca caacagggtt ccggcgacca tgtccgatgc tccggcgagt ccatgcggcg 180 

gcggcggcgg aggcagccac gagagcggcg agcacagtcc ccgctccaat ttccgcgagc 240 

aggaccgctt cctccccatc gccaacatca gccgcatcat gaagaaagcg cttcctccca 300 

acgggaaaat cgccaaggac gccaaggaaa ccgtgcagga atgcgtctcc gagttcatca 360 

gcttcgtcac cagcgaagcg agcgataagt gtcagagaga gaagaggaag accatcaacg 420 

gcgacgattt gctttgggct atgaccactt taggtttcga ggagtatatt gatccgctca 480 

aggtttacct cgccgcttac agagagattg agggtgattc aaagggttcg gccaagggtg 540 
gagatgcatc tgctaagaga gatgtttatc agagtcc 



